Supporting Figure 1 Comparison of the senescence phenotype of ILP1 and IHP1 lines across their growth stages. Seeds were planted in the field under low N and high N. The number of senesced leaves on each plant was recorded at V10, V14, anthesis (0DAP), and 16 day after pollination (DAP). Data are presented as mean ± s.d. (n=4 plants per time point). 2 4 6 8 10 12
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B73 CTGG---CGTCGCTTGCTGAATCATTCCCCTCCTCCTTCTTCTTCTCGTGT------GCGCATGATGGTCATGCAGTGGCGGCGTCGGTGGGGCCGC... RNAi leaves (a) and protoplasts overexpressing Nac7 (b). Each DEG was assigned a node on the SOM. Each node is a gene cluster with similar expression pattern. nac7 is in the node 85 and Nac7 is in the node 52, which has white background and appears as a circle on a grid. Left panels shows expression pattern of nac7 and Nac7 plotted together with their controls, which has been used to align with other transcripts from two RNAseq datasets for clustering analysis. 
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